Introduction {#s1}
============

Aging is a substantial risk factor for the development of inflammatory conditions, such as osteoarthritis (OA) and, probably, other degenerative, and neoplastic diseases of the bone, such as Paget disease of the bone and osteosarcoma ([@B1], [@B2]). Some growth factors linked to cartilage repair following damage in animal models have been considered to increase the risk of neoplasia ([@B3]--[@B7]). In this paper, we review the insulin/IGF1R, SIRT1, and FOXOs signaling pathways and emphasize the interaction involving these crucial factors in the bone physiology and oncogenesis, with regard to osteosarcoma, which is considered the most common mesenchymal malignant primary tumor of the skeletal system.

Insulin/IGF1R Signaling Pathway {#s2}
===============================

The insulin/IGF-1 signaling system (IIS) is the route that regulates not only the organism\'s metabolism, but also the growth, development, and longevity concerning the availability status of nutrients. It is an ancient system. In fact, it is highly conserved across species. In invertebrates, e.g., in the worm *C. elegans*, the IIS system begins with the secretion of numerous, insulin-like peptides in reply to food or, ultimately, to the sensory perception of food. These insulin-like ligands can connect to a single (common) receptor, called the insulin/IGF-1 like tyrosine kinase receptor or *dauer* formation 2 (DAF-2). In the 1990s, two DAF genes, DAF-2, and DAF-16, were discovered after isolating *dauer-constitutive* (DAF-c) mutants and *dauer-defective* mutants (DAF-d). The worm *C. elegans*, under conditions of high population density and low food, forms an alternative 3rd larval stage, called the *dauer* stage. This stage is resistant to dehydration and harsh environments ([@B8]). The *C. elegans* genome encodes AGE-1 adaptor protein (AAP-1), a single PI3K adaptor subunit, and a putative IRS homolog, i.e., the adaptor protein or insulin receptor substrate (IST-1) homolog ([@B9]). After the ligand binds, the signal is progressively transduced from the activated receptor to AGE-1, which is a phosphatidylinositol 3-kinase either directly or using the adaptor protein called IST-1 ([@B9]). The phosphatidylinositol 3-kinase AGE-1 changes the phospholipid PIP2 into the second messenger PIP3. Subsequently, the increased level of PIP3 initiates the 3-phosphoinositide-dependent protein kinase 1 (PDK1) and the protein kinases B1 and B2 (PKB1 and PKB2). Ultimately, it leads to the phosphorylation of the DAF-16 molecule, which causes its extrusion from the nucleus to the cytoplasm ([@B10]). DAF-18, a homolog of the mammalian phosphatase and tensin homolog (PTEN), can dephosphorylate PIP3 to PIP2. Gene mutations in daf-2 and kinase components of the IIS pathway harboring reduction of functional significance can extend the life span of the worm. Conversely, mutations harboring the same meaning but in daf-18 abolish the life-span extension of daf-2 and age-1 mutants. The downstream targets of DAF-16 include metabolic genes, cellular stress response genes, and genes encoding antimicrobial peptides ([@B11], [@B12]). The fruit fly (*Drosophila melanogaster*) shows powerful similarities to *C. elegans* about the IIS pathway. In the fruit fly, multiple extracellular ligands are binding to a single tyrosine kinase receptor, which is a transmembrane protein, the insulin/IGF-1 common receptor. The binding of the ligands to the common receptor promotes some intracellular phosphorylation events that end in the phosphorylation and nuclear extrusion of dFOXO. In the fruit fly, several indirect losses of function gene mutations have been linked to an enhancement of the life span, such as the insulin receptor and its substrate. These events are particularly pronounced in the female fruit fly. In mammals, the core of the insulin/IGF-1 signaling path is preserved, but there is an increase in complexity moving from invertebrates to vertebrates. Specifically, there are three different ligand molecules of insulin/IFG-1 receptor in mammals. They include insulin, IGF-1, and IGF-2. Also, there are three diverse mammalian insulin/IGF tyrosine kinase receptors, including insulin receptor (IR), IGF-1 receptor (IGF-1R), and the so-called orphan IR related receptor (IRR). An orphan receptor is a protein that harbors a structure similar to other identified receptors but whose endogenous ligand has not yet been discovered. Following the ligand binding, the activated IGF-1 or insulin receptor starts the phosphorylation of numerous intracellular substrates. The phosphorylated substrates give precise docking sites for intracellular effectors. These sites include the growth-factor-receptor-bound protein-2 (Grb2) and the p85 regulatory subunit of PI-3K. Eventually, it leads to the activation of two major signaling pathways, which are the Ras-MAPK pathway and the PI-3K-PKB/AKT pathway. The former path (PI-3K-PKB/AKT) has been shown to regulate most of the metabolic effects of insulin/IGF-1 signaling ([@B13]). The latter pathway (Ras-MAPK) gave evidence of the regulation of most of the effects (mitogenic) of insulin/IGF-1 signaling. Also, most of the crucial components of the insulin/IGF-1 signaling cascade show some further complexity in mammals, because different forms have been revealed that are encoded by several genes and/or isoforms determined by a single gene.

SIRT1 Signaling Pathway {#s3}
=======================

In mammals, Sirtuins constitute a family of NAD+-dependent deacetylases ([@B14]--[@B19]). Seven members (SIRT1--SIRT7) are included in this family. All of them share the conserved Sirtuin domain conferring NAD+-dependent deacetylase activity ([@B20]). However, they also have different amino- and carboxy-terminal extensions. Also, they display distinct subcellular localization and biological functions. Although SIRT1 is predominantly located in the nucleus, it transfers between the nucleus and the cytoplasm during the ontogenesis and in response to physiological stress and pathological conditions. If SIRT1 is located in the nucleus, different is the situation for SIRT2, SIRT3, SIRT4, and SIRT5. The proteins SIRT3 through SIRT5 are located in the mitochondria, while SIRT2 is mostly identified in the cytoplasm. Like SIRT1, SIRT6, and SIRT7 are localized in the nucleus. The former is a chromatin-associated protein, while the latter is found in the nucleolus. In mammals, deacetylase activity was reported as conserved, but the acyl group preference is different according to the Sirtuins with SIRT4-7 harboring a weak or, probably, undetectable deacetylase activity *in vitro* ([@B21]--[@B23]). An efficient demyristoylase activity is found in SIRT2, while SIRT5 has a demalonylase and lysine desuccinylase activities associated with an adequate and efficient NAD+-dependent protein. SIRT4 and SIRT6 harbor ADP-ribosyltransferase activity. In mammals, Sirtuins are crucial in regulating a broad variety of cellular processes, including metabolism, oxidative/anti-oxidative balance, mitochondrial homeostasis, autophagy, and apoptosis as well as pathological conditions, such as inflammation. SIRT1 has been proved to repress inflammation in multiple cells and tissues ([@B24]--[@B26]). Moreover, there is an important contribution of Sirtuins in aging and aging-related diseases, such as obesity, type 2 diabetes mellitus (T2DM), cardiovascular disease, neurodegenerative diseases, and cancer ([@B16], [@B17]). Most probably, SIRT1 (and SIRT6 for certain aspects) is the most extensively characterized proteins of this class. In several species and across species, the nuclear factor kappa-light-chain-enhancer of activated B cells (NF-κB) remains a chief transcriptional factor in cellular physiology. NF-κB is a complex that panels the transcription of DNA, production of several cytokines, and, ultimately, cell survival. In the cell, NF-κB is tangled in responses to stimuli such as stress, free radicals, cytokines, but also bacterial or viral antigens as well as heavy metals, ultraviolet irradiation, oxidized lipoproteins. NF-κB mediates the expression of multiple inflammatory factors, including IL-1β, IL-6, and TNF-α. The nuclear translocation and activation of NF-κB rely on its acetylation. SIRT1 deacetylates NF-κB (p65 subunit) at lysine 310 (K310). It inhibits the transcriptional activity of NF-κB. A co-repressive action has also been identified with transducing-like enhancer of split 1 (TLE1). SIRT1 interacts with TLE1 to inhibit NF-κB-mediated transcription and suppress inflammation ([@B27], [@B28]). Other two actions of the SIRT1 are well-known and include (1) the deacetylation of activator protein-1 (AP-1) able to decrease the expression of cyclooxygenase 2 (COX-2) in macrophages and (2) the deacetylation of TP53 to repress macrophage activation. Sirtuins significantly contribute to their functions on insulin resistance. The activation of SIRT1 leads to the repression of c-Jun N-terminal kinases (JNKs) and inhibitor of NF-κB kinase subunit beta (IKK-β) inflammatory pathways substantially. JNKs were initially discovered as kinases that bind and phosphorylate c-Jun on Ser-63 and Ser-73 (two serine amino acid residues) within its transcriptional activation domain ([@B29], [@B30]). They are a member of the mitogen-activated protein kinase (MAPK) family and are responsive to stress stimuli. IKK- β is a protein that in humans is encoded by the gene labeled inhibitor of kappa light polypeptide and gene enhancer in B-cells, kinase beta (IKBKB). SIRT1 improves glucose tolerance, reduced hyperinsulinemia, and enhanced systemic insulin sensitivity and Sirt1 controls specifically the inflammatory status of macrophages and T lymphocytes regulating the metabolism and that of adipose tissues in obese mice ([@B31], [@B32]). Besides, SIRT1 promotes mitochondrial biogenesis by deacetylating the peroxisome proliferator-activated receptor and gamma coactivator 1-alpha (PGC-1α), which is a transcriptional coactivator that regulates mitochondrial biogenesis and respiration. SIRT1 activator resveratrol induces PGC-1α increasing the number of mitochondria, and this may have a beneficial effect in T2DM patients, who have fewer mitochondria in the muscle than insulin-sensitive individuals. SIRT1 activator resveratrol inducing PGC-1α activity protects mice against diet-induced obesity and insulin resistance ([@B33]--[@B35]). Mitochondria biogenesis is found in a balance with the clearance of damaged mitochondria (mitophagy or mitochondria autophagy). SIRT1 binds to and deacetylates autophagy (ATG) regulators (e.g., ATG5, ATG7, and ATG8) to promote mitophagy ([@B29], [@B36]--[@B39]). SIRT1 also deacetylates Forkhead box protein O1 (FoxO1) and Forkhead box protein O3a (FoxO3a). Both deacetylations induce the expression of elements of the autophagy machinery. The deacetylation and activation of FoxO3a upregulate the expression of MnSOD and catalase, which is an enzyme detected in almost all living organisms exposed to O~2~. Catalase catalyzes the decomposition of hydrogen peroxide (H~2~O~2~) to water and O~2~. Calatase plays a major role in protecting the cell from oxidative damage by reactive oxygen species (ROS). Finally, SIRT1 promotes the transcriptional activity of Nuclear factor (erythroid-derived 2)-like 2 (NRF2). SIRT1 acts in this way by deacetylating it. SIRT1 upregulates the expression of NRF2 target antioxidant genes, including mitochondrial antioxidant manganese superoxide dismutase (MnSOD), catalase, heme oxygenase-1 (HO-1), and glutathione ([@B29], [@B40], [@B41]). Overall, Sirtuins are histone deacetylases that are crucial in regulating organismal lifespan as well as oxidative stress and DNA damage.

FOXOs Signaling Pathway---General Remarks {#s4}
=========================================

An impressive class of transcription factors for cancer therapeutic modulation is represented by the forkhead box transcription factors (FOXO) family. FOXOs or FOXO proteins are growth factors and stress-related factors. These transcription factors naturally reside in the nucleus of cells and function as regulators of gene transcription. FOXO proteins may be transferred to the cytoplasm and go through degradation of the ubiquitin-proteasome pathway (UPP), which is the chief mechanism for protein catabolism in the mammalian cell. Following translation of the mRNA into proteins, and no cellular survival initiative of growth factors, FOXOs translocate to the nucleus upregulating a series of target genes of the cell cycle, stress resistance, and longevity. FOXOs regulate numerous cellular functions, and these functions include cellular differentiation, cellular proliferation, DNA damage, apoptosis, DNA repair, and oxidative stress modulation ([@B42]--[@B45]). These very delicate functions indicate how dysregulation of the FOXOs may implicate abnormal cellular and tissue physiology, tumorigenesis, and neoplastic progression. Different from most common transcription regulators, such as extracellular signal-regulated kinase (ERK), which are located in the cytoplasm where kinases are phosphorylated and translocated into the nucleus, FOXOs are transcription factors with a nuclear location. Growth factor pathways endorse the nuclear exclusion and translocation of phosphorylated FOXO to the cytoplasm. In the cytosol, the phosphorylated FOXO is subjected to degradation via the UPP. The founding member of the FOX family is the forkhead transcription factor of the forkhead box (FOX) family in the fruit fly *Drosophila melanogaster*, of which a mutation in Foxo genes results in defective head shrinkage. The forkhead box is a conserved domain, which has been described due to a butterfly-like appearance on nuclear magnetic resonance and X-ray crystallography. This domain consists of three α-helices and three β-sheets that are accompanied with two loops usually referred to like the wings. In invertebrates, there is only one FOXO gene, termed dFOXO in the fruit fly and daf-16 in the worm. Conversely, there are four FOXO genes, FOXO1, 3, 4, and 6 in mammals. In the mammals, forkhead transcription factors of the O class, i.e., FOXO1, FOXO3, FOXO4, and FOXO6 proteins, play a paramount role in the usual functional complexity of the cell, its proliferation, differentiation, and death as well as in the progression of several diseases. FOXO1 is a transcription factor that plays crucial roles in the regulation of gluconeogenesis and glycogenolysis by insulin signaling and is also vital to the decision for a preadipocyte to commit to adipogenesis. In mammals, FOXO localization at the subcellular level is exquisitely controlled by post-translational modifications, including ubiquitination, phosphorylation, and acetylation ([@B29], [@B44]--[@B52]). During development and tumorigenesis, the protein kinase B (AKT) path plays a significant role in cell growth and survival. AKT is activated by AKT kinase PDK1/2. AKT kinase PDK1/2 is considered to be a downstream target kinase of phospholipid kinase phosphatidylinositol 3-kinase (PI3K). In mammals, there are three isoforms which are determined by distinct loci. FOXOs are proteins active in growth factor signaling. In the pathway, they are positioned downstream of AKT. In addition to AKT, there are negative regulators of FOXOs, including the casein kinase 1 (CK1), dual-specificity tyrosine-phosphorylation-regulated kinase 1A (DYRK1A), serum and glucocorticoid-regulated kinase (SGK), IκB kinase (IKK), and the ubiquitous ERK. Other kinases, which control FOXOs are c-Jun N-terminal kinase (JNK) and mammalian ste20-like kinase (MST1) which act under circumstances of elevated oxidative stress. In the last few years, it has been suggested how FOXO regulation may contribute to fibrosis of several organs ([@B42]). In particular, FOXO1/3 have been demonstrated to have promising inhibitory effects on fibroblast activation and extracellular matrix production improving the degree of fibrosis levels in several organs, including the heart, kidney, liver, and lung ([@B42]). FOXOs have been cataloged to be tumor suppressors due to their antiproliferative and pro-apoptotic actions, despite some data revealed unpredicted functions of FOXOs in the advancement of cancer and in modifying responses to cancer treatment ([@B49]). A complex array of posttranslational modifications regulates FOXO transcriptional activity. These posttranslational modifications can be either activating or inactivating. These modifications alter modify the DNA binding affinity, nuclear import and export, and alter the pattern of transcriptional activity for specific target ([@B53]). FOXO factors play a crucial role in cell fate decision.

FOXO and Bone {#s5}
=============

In a concerted fashion, bone is continuously degraded and replaced by the action of operating cells toward growth and operating cells toward remodeling. The builder cells are the osteoblasts, while the refining cells are the osteoclasts. This process of regeneration is active throughout the entire life of a vertebrate organism and is also present during tumorigenesis. Neoplasm is intrinsically linked to inflammation, and this aspect is not only relevant to the liver, where parasitic cholangitis can evolve to cancer, but it is a phenomenon across several organs and structures, including the skeletal system ([@B54]). Osteoclasts, which are short-lived giant multinucleated cells, arise from the fusion of myeloid lineage progenitor cells. They are under the influence of macrophage colony-stimulating factor (M-CSF) and the receptor activator of nuclear κ-B ligand (RANKL) and their respective receptors ([@B55]). The action of proteolytic enzymes and hydrogen ions (H^+^) on the mineralized bone matrix evolves along all life of an individual. The "podosome belt" that tightly adheres to the bone area targeted for removal relies on a polarized secretion of proteolytic enzymes and H^+^ ions ([@B56]--[@B58]). In the skeleton of an adult individual, bone mass is maintained, but the process is more complicated than thought initially. The maintenance of the bone mass requires the activity of both the re-absorption process and the re-apposition process. Thus, the resorption process is regulated by the osteoclast, while the deposition of new bone relies on osteoblasts. Human pathology and aging determine an imbalance between bone deposition and resorption. Conversely, osteoblasts are short-lived mesenchymal cells derived from bone progenitor cells that express the osteoblast identifying transcriptions factors RUNX2 and OSTERIX1 ([@B59]--[@B62]). FOXOs repress proliferation of OSTERIX1+ committed osteoblast precursors by inhibiting the canonical Wnt/β-catenin signaling ([@B59]). The osteoblasts are responsible for the deposition of osseous matrix (osteoid) in the bony tissue spaces emptied by the osteoclasts. One of the critical aspects of bone remodeling is played by the Wnt signaling ([@B63]). The WNT proteins present in the extracellular space bind to receptor frizzled and coreceptor lipoprotein-like receptor protein (LRP) 5/6 present on the cell surface of mesenchymal progenitors. The Wnt-frizzled and Wnt-LRP 5/6 binding triggers an intracellular set of events, which culminates in the release of β-catenin from a proteasomal degradation complex, its translocation into the nucleus, and subsequent binding T-cell factor/lymphoid enhancer factor (TCF/LEF) transcription factors. This bond β-catenin---TCF/LEF can activate or suppress the expression of Wnt target genes ([@B64]). Although most of the osteoblasts once finished their function die by apoptosis, a subgroup of them will incorporate in the bone matrix becoming long-lived dendritic cells called osteocytes. The osteocytes are a strong pillar in bone remodeling by producing RANKL and sclerostin, which are essential for both bone resorption and deposition, respectively ([@B65]).

The FOXO1, 3, and 4 proteins are critical for bone development, and the control of bone mass in both physiology and pathology ([Figure 1](#F1){ref-type="fig"}). FOXOs are essential regulators of osteoclast differentiation and bone resorption by decreasing the ROS ([@B66]). The loss of all FOXO1, 3, and 4 in osteoclast progenitors does increase proliferation, osteoclast formation, and bone resorption, which lead to reduced trabecular and cortical bone mass. Contrarywise, gain-of-function of FOXO3 inhibits bone resorption by osteoclast differentiation. This aspect results by an increase of the expression of catalase, as an example of antioxidant enzymes able to impede H~2~O~2~ ([@B66]). The accumulation of ROS is due to RANKL, which decrease the levels and activity of FOXO1, 3, and 4 via AKT-mediated phosphorylation and proteasomal degradation ([@B66]--[@B69]). FOXOs also excite heme oxygenase-1 (HO-1) to be expressed in osteoclast progenitors. Furthermore, macrophages are the site where HO-1 catabolizes heme and attenuates oxidative phosphorylation and ATP production in mitochondria ([@B70]). Overall, HO-1 contributes to the anti-osteoclastogenic effects of FOXOs. Further, FOXOs act directly to reduce the osteoblastogenesis by restraining Wnt signaling in which FOXOs bind to and sidetrack β-catenin away from TCF/LEF-mediated transcription. Consequently, there is a decrease in cyclin D1 and cell proliferation, and finally bone mass ([@B59]). However, FOXOs seems also to promote survival of osteoblasts by increasing the expression of catalase and superoxide dismutase, two major antioxidant enzymes, preventing oxidative cellular stress ([@B71], [@B72]). Also, FOXO1 promotes the accumulation of glutathione, a peptide that reduces ROS due to its redox-active sulfhydryl moieties. There is also a paracrine mechanism, but details of this process are still missing. The anti-osteoclastogenic actions of FOXOs are probably due to stimulation of osteoprotegerin (OPG), which is the decoy receptor for RANKL ([@B59], [@B73]).

![Signaling pathways contemplating insulin-like signaling/IGFR1, FOXOs, and SIRT1 for the osteoclastogenesis and osteoblastogenesis. In this original picture is also depicted the occurrence of a hyperactive p53. A hyperactive p53 would be a condition leading to osteosarcoma-genesis. The abbreviations of this figure are shown in the text and please see the text for details.](fendo-10-00093-g0001){#F1}

Molecular Interaction Between IGF-1, SIRT1, and FOXOs {#s6}
=====================================================

The PI3K-PKB/AKT pathway is the canonical pathway regulating the transcriptional activity of FOXOs. While FOXOs and SIRT1 add conceptually to the longevity of the bone through an equilibrated balance of bone formation and bone remodeling, the action related to IGF1 and IGF-R1 may act in the opposite direction. SIRT1 mediates posttranslational modifications of FOXOs and seems to prevent bone resorption and stimulate bone formation. Multiple kinases can modulate FOXOs through phosphorylation, and post-translational changes may work influencing FOXO activity. These modifications include methylation, ubiquitination, acetylation, PARylation, glycosylation, and hydroxylation. Poly ADP-ribosylation (PARylation) is a highly dynamic post-translation protein modification at DNA lesions, which is catalyzed by poly (ADP-ribose) polymerases ([@B74]). The accumulation of FOXOs in the nucleus determines its binding to various transcription-cofactors regulating the transcription of genes involved in the cell cycle, apoptosis, metabolism, redox homeostasis, angiogenesis, and GFR signaling. As seen that insulin-like signaling leads to PI(3)K activation, this tie induces AKT to inhibit FOXO by phosphorylation. Also, the human tumor suppressor PTEN inhibits AKT activity, conceivably by phosphorylation of PIP3. In the setting of oxidative stress, cells with high AMP/ATP ratios determine an increase of JNK and AMPK. Both kinases activate FOXOs by phosphorylation, and the active form of FOXOs relocates to the nucleus. Once in the nucleus, it promotes the expression of genes that promote longevity ([@B75]). Oxidative stress activates JNK with the consequence to increase the FOXOs activity. Subsequently, FOXOs reduces both WNT signaling and insulin-like signaling (ILS). The decreased Wnt signaling leads to protein aggregation, which involves the early cell degeneration with the formation of abnormal exocellular bodies, e.g., β-amyloid plaques. The decrease of ILS heads to insulin resistance, hyperglycemia, and development of T2DM ([@B30], [@B76]).

Osteosarcoma: The Most Frequent Malignant Mesenchymal Tumor of Bone {#s7}
===================================================================

The osteogenic sarcoma of the skeletal system or bone osteosarcoma is a malignant mesenchymal tumor of bone. It is the most common primary bony malignancy with both active osteoclastogenesis and osteoblastogenesis ([Figure 2](#F2){ref-type="fig"}). The osteosarcoma derives from primitive bone-forming mesenchymal cells. The incidence rates of osteosarcoma per year per million of persons are about 4.0% for the range of 0--14 years and 5.0% for children aged 0--19 years, being eighth (2.4%) in the pediatric cancer incidence after leukemia (30%), brain tumors (22.3%), neuroblastoma (7.3%), nephroblastoma (5.6%), lymphoma of non-Hodgkin type (4.5%), rhabdomyosarcoma (3.1%), and retinoblastoma (2.8%) ([@B1]). Similar to other neoplasms, osteosarcoma has a bimodal age distribution, having the first peak during adolescence and the second peak in the elderly. Since the first peak is in the 10-14-year-old age group, there is an essential endocrinologic coincidence to be considered. This time corresponds to the pubertal growth spurt and may indicate a close relationship between the endocrinologic changes occurring during the adolescent growth spurt and the endocrinologic platforms of the bone metabolism. In the elderly osteosarcoma, there is a strong link with Paget disease of the bone. That there is a connection with the pubertal growth spurt, it may also be supported from the most frequent site of osteosarcoma. Indeed, it occurs near the metaphyseal growth plates of the long bones of the extremities ([@B1]). Although death rates for osteosarcoma have been declining by about 1% per year, the global 5 year survival rate for this tumor is 68%, without substantial gender difference. It has been suggested that osteosarcoma is more often identified in patients with abnormal glucose metabolism, although clear epidemiology data are lacking ([@B77]--[@B80]). The abnormal glucose metabolism may also be relevant locally other than generally. Interestingly, a teenager was described harboring a premature aging syndrome with diabetes mellitus, osteoporosis, and osteosarcoma ([@B81]). By studying animal models, spontaneous osteosarcoma was found in about 7% diabetic (non-obese) mice ([@B79], [@B80]). In osteosarcoma, genetics changes include point-mutations, aneuploidy, and chromothripsis, in which there are numerous rearrangements of the genome. It leads to oscillations of the copy number states, which has been labeled as a dramatic cellular catastrophe ([@B82], [@B83]). There is chromosomal instability in osteogenic osteosarcoma. This instability leads to the breakdown of the cell-cycle checkpoints and DNA-repair mechanisms. Moreover, there are numerous aneuploidy losses or gains at multiple chromosomal sites. Chromosomes 9, 10, 13, and 17 may be lost. The chromosomes 3, 6, 9, 10, 13, 17, and 18 may have a deletion of some parts of the chromosome. Amplification of chromosomal parts can also be detected. DNA sequence copy number upsurges have been distinguished on the regions 1q21, 3q26, 6p, 8q, 12q12-13, 14q24-qter, 17p11-12 of the autosomes and on the regions Xp11.2-21, and Xq12 of the allosomes. In most of the regions harboring chromosomal changes, there are sites of tumor suppressors and oncogenes. Apart of tumor suppressor and oncogenic sites, there are regions involved in the transcription procedure of the genetic information, including c-MYC and c-FOS that seem to play substantial roles in the etiology and/or pathogenesis ([@B84], [@B85]). In listing the other oncogenes connected with amplifications in osteosarcoma, we need to mention Cell Division Cycle five-Like (*CDC5L*), Mitogen-Activated Protein Kinase 7 (*MAPK7*), Mesenchymal to Epithelial Transition (*MET*), *PIM1*, peripheral myelin protein 22 (*PMP22*), DNA Primase Subunit 1 (*PRIM1*) other than Runt Related Transcription Factor 2 (*RUNX2*), and Vascular endothelial growth factor A (*VEGFA*) ([@B86]). Of these genes, *MAPK7, MET, PIM1, PMP22, RUNX2*, and *VEGFA* have been described to be associated with diabetes ([@B87]--[@B91]). Finally, epigenetic changes have also been demonstrated to play a role in osteosarcoma. Epigenetic modifications are specific changes in gene expression that are not due to direct changes in the DNA sequence. In osteosarcoma, there are epigenetic changes, which include methylation of DNA and modification of histones, nucleosome remodeling, and RNA-facilitated events ([@B84], [@B92]--[@B94]). Among others, p16 is a tumor-suppressor protein that plays a central role in osteosarcoma. The tumor suppressor p16 is a cell-cycle regulation factor, which acts by decelerating cells progression. The methylation of the cytosine residue within a gene can alter its expression. This event occurs in cytosine-phosphate-guanine (CpG) islands, i.e., DNA sites of 200 bp or more, GC rate \>50%, and a detected-to-expected CpG ratio \>60%. Gene silencing is the consequence of the methylation of CpG islands in promoter regions. The hypermethylation, when it occurs, reduces the genetic expression at the p16INK4 locus ([@B84]). Moreover, lysine-specific demethylase 1 (LSD1), a histone demethylase of the cell, is overexpressed in osteosarcoma. Cell lines treated with the inhibitor of LSD1 exhibit reduced cell growth ([@B84], [@B95]). Likewise, demethylation of the promoter regions of TSSC3, which is a proapoptotic gene, caused in overexpression of the gene with the consequence of suppression of the osteosarcoma cells ([@B96]). The demethylation of tumor-suppressor genes in osteosarcoma seems to alter the metastatic capability of the tumor ([@B97], [@B98]). Some microRNAs have also been identified and suggested to be markers of prognosis influencing the genetic expression of osteosarcoma ([@B99]). Transcription factors, which enable the process of transcribing coding information from the DNA to single-stranded RNA by binding to promoter sequences on the genome, are carefully supervised in cells at different levels. Osteosarcoma cells show that such regulatory mechanism is disturbed. The study of both FOS and JUN has evidenced that their oncogenes are upregulated in osteosarcoma. Both FOS and JUN are components of the activator protein one complex, which is a transcription factor that controls cell proliferation, differentiation, and metabolism in the bone. The activator protein one complex has also been concerned in the tendency of these tumors to invade and metastasize ([@B100]--[@B102]). Intranuclear MYC, which is a transcription factor and endorses cellular growth and proliferation, is also overexpressed in osteosarcoma. It is also linked with struggle to conventional chemotherapy protocols ([@B85], [@B103], [@B104]). That transcription factors play an important role in osteosarcoma may be underlined by the discovery that niclosamide, a traditional anti-helminthic drug, is successful in some osteosarcomas by inducing apoptosis and inhibiting cell-cycle progression in osteosarcoma cells. Niclosamide inhibits the transcription factors E2F1, AP1, and c-MYC-responsive reporters strongly ([@B105], [@B106]). Melatonin, which is a hormone, produced mainly by the pineal gland, regulates wakefulness, and protects mesenchymal stem cells of the bone marrow against iron overload-induced aberrant differentiation and cellular senescence, has also been seen influencing the progression of osteosarcoma *in vitro*. Melatonin weakens osteosarcoma cell invasion by inhibition of the c-Jun N-terminal kinase pathway ([@B107], [@B108]). Melatonin increased and decreased the activation of ERK 1/2 and JNK 1/2, respectively, in a dose-dependent manner in U2OS and HOS osteosarcoma cells ([@B108]). This occurred while exerting no apparent influence on the level and activation of P38, AKT, PTK2 protein tyrosine kinase 2 (PTK2), also known as focal adhesion kinase or FAK, steroid receptor coactivator, or Rapidly accelerated fibrosarcoma (RAF).

![This is an original microphotograph (X200, Hematoxylin & Eosin staining) of osteosarcoma showing osteoclastogenesis (left, asterisk) and osteoblastogenesis (right). The diagnosis of osteosarcoma relies on the identification of anaplastic cells with the osteoid formation (Hematoxylin and Eosin staining, X100 original magnification, bar: 20 μm).](fendo-10-00093-g0002){#F2}

IGF-1, SIRT1, and FOXO1 in Osteosarcoma {#s8}
=======================================

In osteosarcoma, increased levels of IGF-1 and IGF-1R have been found that seem to lead to tumor progression through transformation, proliferation, decreased susceptibility to apoptosis, and a phenotype prone to metastasis, including increase cell motility, invasion, and angiogenesis ([@B109]--[@B111]). Also, an over-expression of IGF-1/IGF-1R signaling also contributes to tumor cell survival, metastasis, and resistance to chemotherapy protocols. Some worrisome data for patients harboring osteosarcoma regard the interaction of IGF-1 signaling and osteosarcoma suggesting that supplementation of osteosarcoma cell lines with IGF-1 increases their growth ([@B112], [@B113]). IGF-1 stimulates cell growth, and proliferation exceeds cell death. In fact, the IGF-1 signaling pathway is activated in osteosarcoma promoting proliferation and chemotherapy resistance by activating the AKT signaling pathway. Jentzsch et al.\'s study suggest that local IGF-1 expression is associated with more aggressive tumor types. Although relatively rare in human, the osteosarcoma is 27 times more frequent in dogs ([@B114]). In the canine osteosarcoma, IGF-1R mRNA and protein expression are strictly associated with surgical stage and distant metastasis ([@B115]). MacEwen et al. have indeed demonstrated that IGF-1R expression is correlated with a poor prognosis of both human and canine osteosarcoma ([@B116]).

The role of SIRT1 in cancer is controversially discussed. SIRT1 promotes osteosarcoma metastasis by regulating the expression of genes that are associated with a metastatic phenotype. Zhang et al. found that SIRT1 was upregulated in most primary osteosarcoma tumors when compared with normal tissues ([@B117]). In this investigation, Zhang et al. hypothesize that SIRT1 might be coupled with a metastatic phenotype in human osteosarcoma. Cell migration and wound-healing assays supported the invasive activity of osteosarcoma cells and downregulating SIRT1 with shRNA inhibition determined that the migration ability of osteosarcoma cells *in vitro* decreased. It blocked tumor lung metastasis in mice ([@B117]). Other groups have challenged this data. In other investigations, SIRT1 inhibits tumor progression, deacetylates β-catenin, drives cell proliferation, and inhibits carcinogenesis in patients harboring colon cancer ([@B118], [@B119]). These incongruencies have been explained considering the different features of various tumors.

FOXO1 is generally low or absent in osteosarcoma, and the FOXO1 locus has been associated with copy number variation (CNV) and loss of heterozygosity (LOH) in osteosarcoma confirming that chromosomal aberrations may be (at least partially) responsible for the low FOXO1 expression in some cases of osteosarcoma ([@B120]). In osteosarcoma cell lines, the activation of FOXO1 promotes the pathway leading to cell cycle arrest and apoptosis that has been associated with repressed Wnt/β-catenin signaling. The inhibition of FOXO1 induced cell proliferation and decreased the osteogenic differentiation of osteosarcoma cells. By rebuilding the FOXO1 activity, there was impaired proliferation and apoptosis. Both the retinoblastoma-1 gene (RB1) and FOXO1 are situated in 13q14. This locus is often associated with recurrent losses in osteosarcoma ([@B121]--[@B123]). Interestingly, patients that harbor a loss of 13q14 show lower event-free survival. Other tumors, including cellular angiofibroma, spindle cell lipoma, as well as mammary and vaginal myofibroblastomas, may share a monoallelic loss of RB1 and FOXO1, although none of them is a malignant tumor ([@B124]). Guan et al. ([@B120]) identified no point mutations in the coding sequence or DNA hypermethylation in the promoter region of FOXO1, which is similar to what has been published in previous studies, i.e., FOXO1 might be involved in the genomic loss, but rarely engaged in mutation or DNA hypermethylation in tumorigenesis. The same authors found five gains, six losses, and 15 cases of LOH of the FOXO1 locus in 34 cases of osteosarcoma by analysis of whole-genome sequencing ([@B120]). Guan et al. found that FOXO1 represses the survival of osteosarcoma cells by inhibition of the Wnt/β-catenin signaling, showing that the inhibition of Wnt/β-catenin signaling by FOXOs is conserved during the development of bone and osseous tumorigenesis. FOXO1 does not seem to have any significant influence on the subcellular localization of β-catenin, but FOXO1 inhibits expression of β-catenin. FOXO1 activation induces cell cycle arrest and its inhibition by impairing osteogenic differentiation of osteosarcoma cell lines considering that FOXO1 is a positive promoter of osteoblastogenesis *in vitro* ([@B125]). FOXO1 loss might contribute to the disturbed terminal differentiation observed in osteosarcoma. The rebuilding of FOXO1 activity could be a potential therapeutic strategy for therapy of osteosarcoma.

Conclusions {#s9}
===========

There is an intricate relationship that does occur in the interaction of IGF1, SIRT1, and FOXOs in the skeletal system. This relationship is particularly essential not only for altered bone metabolism, i.e., deposition and absorption of osteoid but also putatively for the inflammatory status that may trigger osteosarcoma to develop. A research platform in metabolomics of bone tumors is growing, and the mole of data will shape the treatment of osteosarcoma of the 21st century.
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